Zatula et al. Supplemental Data
100 ng TOP or FOP reporter and 25 ng tk-Renilla control for 48 hours followed by treatment with Wnt3a-or control-conditioned media produced in L cells (ATCC) for additional 24 hours. Firefly luciferase values were normalized to Renilla controls.
Chromatin immunoprecipitation (ChIP), re-ChIP and Immunoprecipitation
ChIP and re-ChIP assays on MCF7 were performed after chromatin crosslink with 1% formaldehyde and sonification on a Diagenode BioRuptor (3-times 30 cycles of 10 sec on/off at high power) using the EZ-ChIP Kit (Merck Millipore) according to manufacturer`s protocol. For ChIP assays after mithramycin A treatment, MCF7 were pretreated 24 hours either with 0.1% EtOH as vehicle or 100 nM mithramycin A (Sigma). The elution of DNA and reverse protein/DNA crosslink was performed using Chelex-resin solution (Bio-Rad Laboratories) or using IPure kit (Diagenode) according to manufacturer`s protocol. Mouse and rabbit IgG (m IgG, rb IgG) were used as negative controls and for the normalization of the amplified signals. The fold enrichment was calculated as percent of input DNA. For co-IP's, cells were incubated on ice in RIPA buffer (50 mM Tris-HCl, pH 7.4; 150 mM NaCl; 1 mM EDTA, pH 8; 1% NP40; 0.25% Na-desoxycholate) containing 1x protease inhibitor cocktail (Roche). After centrifugation, the supernatants were incubated with the respective antibodies and Protein G sepharose (GE Healthcare) according to standard protocols. The immunoprecipitated proteins complexes were analyzed by Western Blot. ChIP experiments and co-immunoprecipitation were repeated at least three times. Primary antibodies are in Suppl. Table 2 . Primers for PCR and qRT-PCR analysis of the precipitated chromatin complexes are provided in Suppl. Table 3 .
Immunoreactive scores
BCL9 and BCL9-2 scores were calculated for the intensity and percentage of positive epithelial cells as previously described [1; 2] . Staining for nuclear ER and PR were scored according to the Remmele score [3] (IRS 0-12). Membranous Her2 scores were from 0 to 3+.
Tissues with scores of 0 and 1 for ER, PR, or Her2 respectively were evaluated as negative, the cases with higher scores as positive, according to the European guidelines for quality assurance in breast cancer screening and diagnosis (4 th edition, 2006).
GEO Data analysis
The Gene Expression Omnibus (GEO) GSE6532 dataset [4] with normalized gene expression values of human Affymetrix arrays was retrieved from the NCBI data repository. The dataset was created from early stage patients with ER+ breast cancers and provides information of ER positivity, tamoxifen treatment, and patient's survival. Array data from 263 tamoxifen treated patients were grouped as high or low relative to the median gene expression of BCL9-2 (228065_at). 
Statistical methods

Box
Image acquisition
Immunostains were visualized on a Leica DM5000 B upright microscope with 20x and 40x objectives, colonies from 2D-collagen assays on a Leica DM IRB inverted microscope with a 10x objective and Carmine whole mount stains on a Leica MZ FLIII stereo microscope at 
